Here, we report the draft genome sequences of Bacteroides pyogenes JCM 6294 T , JCM 6292, and JCM 10003, which were isolated from a cat and swine and were recently classified into a single species, B. pyogenes. Comparative analyses of these genomes revealed the diversification of B. pyogenes strains isolated from different animals. 
acteroides pyogenes JCM 6294 T and Bacteroides suis JCM 6292 T were isolated from pigs (1) , and Bacteroides tectus JCM 10003 T was isolated from a cat (2) . It was previously reported that the sequence similarities between B. pyogenes JCM 6294 T and B. suis JCM 6292 T are 100% for the hsp60 gene and 100% for the 16S rRNA gene (3) . It was also found that the similarities of B. tectus JCM 10003 T and B. pyogenes JCM 6294 T or B. suis JCM 6292 T are 99.6% for the hsp60 gene and 98.7% for the 16S rRNA gene. Consequently, B. suis and B. tectus were found to be heterotypic synonyms of B. pyogenes based on the DNA-DNA relatedness values (Ͼ70%) (3) . Therefore, the genome sequences of the three strains are expected to provide new insights into this species concept.
Chromosomal DNAs were extracted from B. pyogenes JCM 6294 T , JCM 6292, and JCM 10003 using a Genomic-tip 100/G (Qiagen). Whole-genome sequencing was performed using the Ion Torrent PGM systems. Low-quality and short reads were removed, and the remaining 542,315, 626,088, and 588,902 reads were assembled into 107, 112, and 95 contigs, respectively, using Newbler version 2. Nucleotide sequence accession numbers. The draft genome sequences of B. pyogenes JCM 6294 T , JCM 6292, and JCM 10003 have been deposited in DDBJ/EMBL/GenBank under the accession no. BAIR00000000, BAIQ00000000, and BAIU00000000, respectively.
